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<210> 1 

<211> 2464 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (111) . . (1904) 



<400> 1 

cggaaacttg ggggagtgca cagaagaact tcgggagcgc acgcgggacc agggaccagg 60 

ctgagactcg gggcgccagt ccgggcaggg gcagcgggac gcggccggag atg ccc 116 

Met Pro 
1 



tgt ate caa gec caa tat ggg aca cca gca ccg agt ccg gga ccc cgt 164 

Cys lie Gin Ala Gin Tyr Gly Thr Pro Ala Pro Ser Pro Gly Pro Arg 

5 10 15 

gac cac ctg gca age gac ccc ctg acc cct gag ttc ate aag ccc ace 212 

Asp His Leu Ala Ser Asp Pro Leu Thr Pro Glu Phe lie Lys Pro Thr 

20 * 25 30 

atg gac ctg gee age ccc gag gca gec ccc get gee ccc act gee ctg 260 

Met Asp Leu Ala Ser Pro Glu Ala Ala Pro Ala Ala Pro Thr Ala Leu 

35 40 45 50 

ccc age ttc age acg ttc atg gac ggc tac aca gga gag ttt gac acc 308 

Pro Ser Phe Ser Thr Phe Met Asp Gly Tyr Thr Gly Glu Phe Asp Thr 

55 60 65 

ttc etc tac cag ctg cca gga aca gtc cag cca tgc tec tea gec tec 356 

Phe Leu Tyr Gin Leu Pro Gly Thr Val Gin Pro Cys Ser Ser Ala Ser 

70 75 80 
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tec 
Ser 


teg 
Ser 


gcc 
Ala 
85 


tec 
Ser 


tec 
Ser 


aca 
Thr 


tec 
Ser 


teg 
Ser 
90 


tec 
Ser 


tea 
Ser 


gcc 
Ala 


acc 
Thr 


tec 
Ser 
95 


cct 
Pro 


gcc 
Ala 


tct 
Ser 


404 


gcc 
Ala 


tec 
Ser 
100 


ttc 
Phe 


aag 
Lys 


ttc 
Phe 


gag 
Glu 


gac 
Asp 
105 


ttc 
Phe 


cag 
Gin 


gtg 
Val 


tac 
Tyr 


ggc 
Gly 
110 


tgc 
Cys 


tac 
Tyr 


ccc 
Pro 


ggc 
Gly 


452 


ccc 
Pro 
115 


ctg 
Leu 


age 
Ser 


ggc 
Gly 


cca 
Pro 


gtg 
Val 
120 


gat 
Asp 


gag 
Glu 


gcc 
Ala 


ctg 
Leu 


tec 
Ser 
125 


tec 
Ser 


agt 
Ser 


ggc 
Gly 


tct 
Ser 


gac 
Asp 
130 


500 


tac 
Tyr 


tat 
Tyr 


ggc 
Gly 


age 
Ser 


ccc 
Pro 
135 


tgc 
Cys 


teg 
Ser 


gcc 
Ala 


ccg 
Pro 


teg 
Ser 
140 


ccc 
Pro 


tec 
Ser 


acg 
Thr 


ccc 
Pro 


age 
Ser 
145 


ttc 
Phe 


548 


cag 
Gin 


ccg 
Pro 


ccc 
Pro 


cag 
Gin 
150 


etc 
Leu 


tct 
Ser 


ccc 
Pro 


tgg 
Trp 


gat 
Asp 
155 


ggc 
Gly 


tec 
Ser 


ttc 
Phe 


ggc 
Gly 


cac 
His 
160 


ttc 
Phe 


teg 
Ser 


596 


ccc 
Pro 


age 
Ser 


cag 
Gin 
165 


act 
Thr 


tac 
Tyr 


gaa 
Glu 


ggc 
Gly 


ctg egg gca 
Leu Arg Ala 
170 


tgg 
Trp 


aca 
Thr 


gag 
Glu 
175 


cag 
Gin 


ctg 
Leu 


ccc 
Pro 


644 


aaa 
Lys 


gcc 
Ala 
180 


tct 
Ser 


ggg 

Gly 


ccc 
Pro 


cca 
Pro 


cag 
Gin 
185 


cct 
Pro 


cca 
Pro 


gcc 
Ala 


ttc 
Phe 


ttt 
Phe 
190 


tec 
Ser 


ttc 
Phe 


agt 
Ser 


cct 
Pro 


692 


ccc 
Pro 
195 


act 
Thr 


ggc 
Gly 


ccc 
Pro 


age 
Ser 


ccc 
Pro 
200 


age 
Ser 


ctg 
Leu 


gcc 
Ala 


cag 
Gin 


age 
Ser 
205 


ccc 
Pro 


ctg 
Leu 


aag 
Lys 


ttg 
Leu 


ttc 
Phe 
210 


740 


ccc 
Pro 


tea 
Ser 


cag 
Gin 


gcc 
Ala 


acc 
Thr 
215 


cac 
His 


cag 
Gin 


ctg 
Leu 


ggg gag 

Gly Glu 
220 


gga 
Gly 


gag 
Glu 


age 
Ser 


tat 
Tyr 


tec 
Ser 
225 


atg 
Met 


788 


cct 
Pro 


acg 
Thr 


gcc 
Ala 


ttc 
Phe 
230 


cca ggt 
Pro Gly 


ttg 
Leu 


gca 
Ala 


ccc 
Pro 
235 


act 
Thr 


tct 
Ser 


cca 
Pro 


cac 
His 


ctt 
Leu 
240 


gag 
Glu 


ggc 
Gly 


836 


teg 
Ser 


ggg 

Gly 


ata 
He 
245 


ctg 
Leu 


gat 
Asp 


aca 
Thr 


ccc 
Pro 


gtg 
Val 
250 


acc 
Thr 


tea 
Ser 


acc 
Thr 


aag 
Lys 


gcc 
Ala 
255 


egg 
Arg 


age 
Ser 


ggg 

Gly 


884 


gcc 
Ala 


cca 
Pro 
260 


ggt 
Gly 


cca 
Pro 


agt 
Ser 


gaa ggc 
Glu Gly 
265 


cgc 
Arg 


tgt 
Cys 


get 
Ala 


gtg 
Val 


t*rrt* 

tgi: 
Cys 
270 


ggg 

Gly 


yciu 
Asp 


a a c 
d d \- 

Asn 


rt c t" 

Ala 


932 


tea 
Ser 
275 


tgc 
Cys 


cag 
Gin 


cat 
His 


tat 
Tyr 


ggt gtc 
Gly Val 
280 


cgc 
Arg 


aca 
Thr 


tgt 
Cys 


gag 
Glu 
285 


ggc 
Gly 


tgc 
Cys 


aag 
Lys 


ggc 
Gly 


ttc 
Phe 
290 


980 


ttc 
Phe 


aag 
Lys 


cgc 
Arg 


aca 
Thr 


gtg 
Val 
295 


cag 
Gin 


aaa 
Lys 


aac 
Asn 


gcc 
Ala 


aag 
Lys 
300 


tac 
Tyr 


ate 
He 


tgc 
Cys 


ctg 
Leu 


get 
Ala 
305 


aac 
Asn 


1028 



3462.1004-000 



3/15 



aag gac tgc cct gtg gac aag agg egg cga aac cgc tgc cag ttc tgc 1076 
Lys Asp Cys Pro Val Asp Lys Arg Arg Arg Asn Arg Cys Gin Phe Cys 
310 315 320 

cgc ttc cag aag tgc ctg gcg gtg ggc atg gtg aag gaa gtt gtc cga 1124 
Arg Phe Gin Lys Cys Leu Ala Val Gly Met Val Lys Glu Val Val Arg 
325 330 ' 335 

aca gac age ctg aag ggg egg egg ggc egg eta cct tea aaa ccc aag 1172 
Thr Asp Ser Leu Lys Gly Arg Arg Gly Arg Leu Pro Ser Lys Pro Lys 
340 345 350 

cag ccc cca gat gee tec cct gee aat etc etc act tec ctg gtc ctt 1220 
Gin Pro Pro Asp Ala Ser Pro Ala Asn Leu Leu Thr Ser Leu Val Leu 
355 360 365 370 

gca cac ctg gat tea ggg ccc age act gee aaa ctg gac tac tec aag 1268 
Ala His Leu Asp Ser Gly Pro Ser Thr Ala Lys Leu Asp Tyr Ser Lys 
375 ^ 380 5 * 385 

ttc cag gag ctg gtg ctg ccc cac ttt ggg aag gaa gat get ggg gat 1316 
Phe Gin Glu Leu Val Leu Pro His Phe Gly Lys Glu Asp Ala Gly Asp 
390 395 400 

gta cag cag ttc tac gac ctg etc tec ggt tct ctg gag gtc ate cga 1364 
Val Gin Gin Phe Tyr Asp Leu Leu Ser Gly Ser Leu Glu Val lie Arg 
405 410 415 

aag tgg gcg gag aag ate cct ggc ttt get gag ctg tea ccg get gac 1412 
Lys Trp Ala Glu Lys lie Pro Gly Phe Ala Glu Leu Ser Pro Ala Asp 
420 425 430 

cag gac ctg ttg ctg gag teg gee ttc ctg gag etc ttc ate etc cgc 1460 
Gin Asp Leu Leu Leu Glu Ser Ala Phe Leu Glu Leu Phe lie Leu Arg 
435 ' 440 445 450 

ctg gcg tac agg tct aag cca ggc gag ggc aag etc ate ttc tgc tea 1508 
Leu Ala Tyr Arg Ser Lys Pro Gly Glu Gly Lys Leu lie Phe Cys Ser 
455 ~ 460 ~ 465 

ggc ctg gtg eta cac egg ctg cag tgt gee cgt ggc ttc ggg gac tgg 1556 
Gly Leu Val Leu His Arg Leu Gin Cys Ala Arg Gly Phe Gly Asp Trp 
470 475 480 

att gac agt ate ctg gee ttc tea agg tec ctg cac age ttg ctt gtc 1604 
lie Asp Ser lie Leu Ala Phe Ser Arg Ser Leu His Ser Leu Leu Val 
485 490 495 

gat gtc cct gee ttc gee tgc etc tct gee ctt gtc etc ate acc gac 1652 
Asp Val Pro Ala Phe Ala Cys Leu Ser Ala Leu Val Leu lie Thr Asp 
500 505 510 

egg cat ggg ctg cag gag ccg egg egg gtg gag gag ctg cag aac cgc 1700 
Arg His Gly Leu Gin Glu Pro Arg Arg Val Glu Glu Leu Gin Asn Arg 
515 520 525 530 
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ate gec age tgc ctg aag gag cac gtg gca get gtg gcg ggc gag ccc 1748 

He Ala Ser Cys Leu Lys Glu His Val Ala Ala Val Ala Gly Glu Pro 

535 540 545 

cag cca gee age tgc ctg tea cgt ctg ttg ggc aaa ctg ccc gag ctg 1796 

Gin Pro Ala Ser Cys Leu Ser Arg Leu Leu Gly Lys Leu Pro Glu Leu 

550 " 555 560 

egg acc ctg tgc ace cag ggc ctg cag cgc ate ttc tac etc aag ctg 1844 

Arg Thr Leu Cys Thr Gin Gly Leu Gin Arg He Phe Tyr Leu Lys Leu 

565 570 575 

gag gac ttg gtg ccc cct cca ccc ate att gac aag ate ttc atg gac 1892 

Glu Asp Leu Val Pro Pro Pro Pro He He Asp Lys He Phe Met Asp 
580 585 590 



acg ctg ccc ttc tgacccctgc ctgggaacac gtgtgcacat gcgcactctc 

Thr Leu Pro Phe 

595 


1944 


atatgccacc 


ccatgtgcct 


ttagtccacg 


gacccccaga 


gcacccccaa 


gectgggett 


2004 


gagctgeaga 


atgactccac 


cttctcacct 


gctccaggag 


gtttgcaggg 


agctcaagcc 


2064 


cttggggagg 


gggatgeett 


catgggggtg 


accccacgat 


ttgtcttatc 


ccccccagcc 


2124 


tggccccggc 


ctttatgttt 


tttgtaagat 


aaaccgtttt 


taacacatag 


cgccgtgctg 


2184 


taaataagee 


cagtgetget 


gtaaatacag 


gaagaaagag 


cttgaggtgg 


gagegggget 


2244 


gggag'gaagg 


gatgggcccc 


gccttcctgg 


gcagcctttc 


cagcctcctg 


cctggctctc 


2304 


tcttcctacc 


ctccttccac 


atgtacataa 


actgtcactc 


taggaagaag 


acaaatgaca 


2364 


gattctgaca 


tttatatttg 


tgtattttcc 


tggatttata 


gtatgtgact 


tttctgatta 


2424 


atatatttaa 


tatattgaat 


aaaaaataga 


catgtagttg 






2464 



<210> 2 
<211> 598 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Pro Cys He Gin Ala Gin Tyr Gly Thr Pro Ala Pro Ser Pro Gly 
15 10 15 

Pro Arg Asp His Leu Ala Ser Asp Pro Leu Thr Pro Glu Phe He Lys 
20 25 30 

Pro Thr Met Asp Leu Ala Ser Pro Glu Ala Ala Pro Ala Ala Pro Thr 
35 40 45 

Ala Leu Pro Ser Phe Ser Thr Phe Met Asp Gly Tyr Thr Gly Glu Phe 
50 55 60 
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Asp .Thr Phe 
65 

Ala Ser Ser 



Ala Ser Ala 



Pro Gly Pro 
115 

Ser Asp Tyr 
130 

Ser Phe Gin 
145 

Phe Ser Pro 



Leu Pro Lys 



Leu Tyr Gin 
70 

Ser Ala Ser 
85 

Ser Phe Lys 
100 

Leu Ser Gly 
Tyr Gly Ser 



Pro Pro Gin 
150 

Ser Gin Thr 
165 

Ala Ser Gly 
180 



Leu Pro Gly Thr 



Ser Thr 



Phe Glu 



Ser Ser 
90 

Asp Phe 
105 



Pro Val 
120 



Asp Glu 
Ser Ala 
Leu Ser Pro Trp 



Pro Cys 
135 



Ser Pro Pro 
195 

Leu Phe Pro 
210 

Ser Met Pro 
225 

Glu Gly Ser 

Ser Gly Ala 

Asn Ala Ser 
275 

Gly Phe Phe 
290 

Ala Asn Lys 
305 

Phe Cys Arg 
Val Arg Thr 



Pro Lys Gin 
355 



Thr Gly Pro 

Ser Gin Ala 

Thr Ala Phe 
230 

Gly lie Leu 
245 

Pro Gly Pro 
260 

Cys Gin His 
Lys Arg Thr 



Asp Cys Pro 
310 

Phe Gin Lys 
325 

Asp Ser Leu 
340 

Pro Pro Asp 



Tyr Glu 



Pro Pro 



Ser Pro 
200 

Thr His 
215 



Gly Leu 
170 

Gin Pro 
185 

Ser Leu 



Gin Leu 



Val Gin Pro 
75 

Ser Ser Ala 
Gin Val Tyr 



Ala Leu Ser 
125 

Pro Ser Pro 
140 

Asp Gly Ser 
155 ' 

Arg Ala Trp 



Pro Ala Phe 



Pro Gly Leu Ala 
Asp Thr 
Ser Glu 



Pro Val 
250 



Tyr Gly 
280 

Val Gin 
295 

Val Asp 
Cys Leu 
Lys Gly 



Ala Ser 
360 



Gly Arg 
265 

Val Arg 
Lys Asn 
Lys Arg 



Ala Val 
330 

Arg Arg 
345 

Pro Ala 



Ala Gin Ser 
205 

Gly Glu Gly 
220 

Pro Thr Ser 
235 

Thr Ser Thr 



Cys Ala Val 

Thr Cys Glu 
285 

Ala Lys Tyr 
300 

Arg Arg Asn 
315 

Gly Met Val 
Gly Arg Leu 



Asn Leu Leu 
365 



Cys Ser Ser 
80 

Thr Ser Pro 
95 

Gly Cys Tyr 
110 

Ser Ser Gly 

Ser Thr Pro 

Phe Gly His 
160 

Thr Glu Gin 
175 

Phe Ser Phe 
190 

Pro Leu Lys 

Glu Ser Tyr 

Pro His Leu 
240 

Lys Ala Arg 
255 

Cys Gly Asp 
270 

Gly Cys Lys 
lie Cys Leu 



Arg Cys Gin 
320 

Lys Glu Val 
335 

Pro Ser Lys 
350 

Thr Ser Leu 
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Val Leu Ala His Leu Asp Ser Gly Pro Ser Thr Ala Lys Leu Asp Tyr 
370 375 380 

Ser Lys Phe Gin Glu Leu Val Leu Pro His Phe Gly Lys Glu Asp Ala 
385 390 395 400 

Gly Asp Val Gin Gin Phe Tyr Asp Leu Leu Ser Gly Ser Leu Glu Val 
405 * ~ 410 415 

lie Arg Lys Trp Ala Glu Lys lie Pro Gly Phe Ala Glu Leu Ser Pro 
420 " 425 430 

Ala Asp Gin Asp Leu Leu Leu Glu Ser Ala Phe Leu Glu Leu Phe lie 
435 ' 440 445 

Leu Arg Leu Ala Tyr Arg Ser Lys Pro Gly Glu Gly Lys Leu lie Phe 
450 455 460 

Cys Ser Gly Leu Val Leu His Arg Leu Gin Cys Ala Arg Gly Phe Gly 
465 470 475 480 

Asp Trp lie Asp Ser lie Leu Ala Phe Ser Arg Ser Leu His Ser Leu 
485 . 490 495 

Leu Val Asp Val Pro Ala Phe Ala Cys Leu Ser Ala Leu Val Leu lie 
500 505 510 

Thr Asp Arg His Gly Leu Gin Glu Pro Arg Arg Val Glu Glu Leu Gin 
515 520 525 

Asn Arg He Ala Ser Cys Leu Lys Glu His Val Ala Ala Val Ala Gly 
530 535 540 

Glu Pro Gin Pro Ala Ser Cys Leu Ser Arg Leu Leu Gly Lys Leu Pro 
545 550 555 560 

Glu Leu Arg Thr Leu Cys Thr Gin Gly Leu Gin Arg He Phe Tyr Leu 
565 570 575 

Lys Leu Glu Asp Leu Val Pro Pro Pro Pro He He Asp Lys He Phe 
580 585 590 

Met Asp Thr Leu Pro Phe 
595 



<210> 3 

<211> 3427 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (318) . . (2111) 
<400> 3 

gctcgcgcac ggctccgcgg tcccttttgc ctgtccagcc ggccgcctgt ccctgctccc 60 
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tccctccgtg agtgtccggg ttcccttcgc ccagctctcc cacccctacc cgaccccggc 120 

gcccgggctc ccagagggaa ctgcacttcg gcagagttga atgaatgaag agagacgcgg 180 

agaactccta aggaggagat tggacaggct ggactcccca ttgcttttct aaaaatcttg 240 

gaaactttgt ccttcattga attacgacac tgtccacctt taatttcctc gaaaacgcct 300 

gtaactcggc tgaagcc atg cct tgt gtt cag gcg cag tat ggg tec teg 350 

Met Pro Cys Val Gin Ala Gin Tyr Gly Ser Ser 
1 5 10 

cct caa gga gec age ccc get tct cag age tac agt tac cac tct teg 398 
Pro Gin Gly Ala Ser Pro Ala Ser Gin Ser Tyr Ser Tyr His Ser Ser 
15 20 25 

gga gaa tac age tec gat ttc tta act cca gag ttt gtc aag ttt age 446 
Gly Glu Tyr Ser Ser Asp Phe Leu Thr Pro Glu Phe Val Lys Phe Ser 
30 35 4 0 

atg gac etc acc aac act gaa ate act gee ace act tct etc ccc age 494 
Met Asp Leu Thr Asn Thr Glu lie Thr Ala Thr Thr Ser Leu Pro Ser 
45 50 55 

ttc agt acc ttt atg gac aac tac age aca ggc tac gac gtc aag cca 542 
Phe Ser Thr Phe Met Asp Asn Tyr Ser Thr Gly Tyr Asp Val Lys Pro 
60 65 70 75 

cct tgc ttg tac caa atg ccc ctg tec gga cag cag tec tec att aag 590 
Pro Cys Leu Tyr Gin Met Pro Leu Ser Gly Gin Gin Ser Ser lie Lys 
80 85 90 

gta gaa gac att cag atg cac aac tac cag caa cac age cac ctg ccc 638 
Val Glu Asp lie Gin Met His Asn Tyr Gin Gin His Ser His Leu Pro 
95 100 105 

ccc cag tct gag gag atg atg ccg cac tec ggg teg gtt tac tac aag 686 
Pro Gin Ser Glu Glu Met Met Pro His Ser Gly Ser Val Tyr Tyr Lys 
110 115 120 

ccc tec teg ccc ccg acg ccc acc acc ccg ggc ttc cag gtg cag cac 734 
Pro Ser Ser Pro Pro Thr Pro Thr Thr Pro Gly Phe Gin Val Gin His 
125 130 135 

age ccc atg tgg gac gac ccg gga tct etc cac aac ttc cac cag aac 782 
Ser Pro Met Trp Asp Asp Pro Gly Ser Leu His Asn Phe His Gin Asn 
140 145 150 155 

tac gtg gee act acg cac atg ate gag cag agg aaa acg cca gtc tec 830 
Tyr Val Ala Thr Thr His Met He Glu Gin Arg Lys Thr Pro Val Ser 
160 165 170 

cgc etc tec etc ttc tec ttt aag caa teg ccc cct ggc acc ccg gtg 878 
Arg Leu Ser Leu Phe Ser Phe Lys Gin Ser Pro Pro Gly Thr Pro Val 
175 180 185 



d 
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tct agt tgc cag atg cgc ttc gac ggg ccc ctg cac gtc ccc atg aac 926 

Ser Ser Cys Gin Met Arg Phe Asp Gly Pro Leu His Val Pro Met Asn 

190 195 200 

ccg gag ccc gcc ggc age cac cac gtg gtg gac ggg cag acc ttc get 974 

Pro Glu Pro Ala Gly Ser His His Val Val Asp Gly Gin Thr Phe Ala 

205 210 215 

gtg ccc aac ccc att cgc aag ccc gcg tec atg ggc ttc ccg ggc ctg 1022 

Val Pro Asn Pro lie Arg Lys Pro Ala Ser Met Gly Phe Pro Gly Leu 

220 225 230 ~ 235 

cag ate ggc cac gcg tct cag ctg etc gac acg cag gtg ccc tea ccg 1070 

Gin lie Gly His Ala Ser Gin Leu Leu Asp Thr Gin Val Pro Ser Pro 

240 245 250 

ccg teg egg ggc tec ccc tec aac gag ggg ctg tgc get gtg tgt ggg 1118 

Pro Ser Arg Gly Ser Pro Ser Asn Glu Gly Leu Cys Ala Val Cys Gly 

255 260 265 

gac aac gcg gcc tgc caa cac tac ggc gtg cgc acc tgt gag ggc tgc 1166 

Asp Asn Ala Ala Cys Gin His Tyr Gly Val Arg Thr Cys Glu Gly Cys 

270 275 280 

aaa ggc ttc ttt aag cgc aca gtg caa aaa aat gca aaa tac gtg tgt 1214 

Lys Gly Phe Phe Lys Arg Thr Val Gin Lys Asn Ala Lys Tyr Val Cys 

285 290 295 

tta gca aat aaa aac tgc cca gtg gac aag cgt cgc egg aat cgc tgt 1262 

Leu Ala Asn Lys Asn Cys Pro Val Asp Lys Arg Arg Arg Asn Arg Cys 

300 305 310 315 

cag tac tgc cga ttt cag aag tgc ctg get gtt ggg atg gtc aaa gaa 1310 

Gin Tyr Cys Arg Phe Gin Lys Cys Leu Ala Val Gly Met Val Lys Glu 

320 325 330 

gtg gtt cgc aca gac agt tta aaa ggc egg aga ggt cgt ttg ccc teg 1358 

Val Val Arg Thr Asp Ser Leu Lys Gly Arg Arg Gly Arg Leu Pro Ser 

335 " 340 345 

aaa ccg aag age cca cag gag ccc tct ccc cct teg ccc ccg gtg agt 1406 

Lys Pro Lys Ser Pro Gin Glu Pro Ser Pro Pro Ser Pro Pro Val Ser 

350 355 360 

ctg ate agt gcc etc gtc agg gcc cat gtc gac tec aac ccg get atg 1454 

Leu lie Ser Ala Leu Val Arg Ala His Val Asp Ser Asn Pro Ala Met 

365 370 375 

acc age ctg gac tat tec agg ttc cag gcg aac cct gac tat caa atg 1502 

Thr Ser Leu Asp Tyr Ser Arg Phe Gin Ala Asn Pro Asp Tyr Gin Met 

380 385 390 395 

agt gga gat gac acc cag cat ate cag caa ttc tat gat etc ctg act 1550 

Ser Gly Asp Asp Thr Gin His lie Gin Gin Phe Tyr Asp Leu Leu Thr 

400 405 410 
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ggc tec atg gag ate ate egg ggc tgg gca gag aag ate cct ggc ttc 1598 
Gly Ser Met Glu He He Arg Gly Trp Ala Glu Lys He Pro Gly Phe 
415 420 425 

gca gac ctg ccc aaa gee gac caa gac ctg ctt ttt gaa tea get ttc 1646 
Ala Asp Leu Pro Lys Ala Asp Gin Asp Leu Leu Phe Glu Ser Ala Phe 
430 435 440 

tta gaa ctg ttt gtc ctt cga tta gca tac agg tec aac cca gtg gag 1694 
Leu Glu Leu Phe Val Leu Arg Leu Ala Tyr Arg Ser Asn Pro Val Glu 
445 450 455 

ggt aaa etc ate ttt tgc aat ggg gtg gtc ttg cac agg ttg caa tgc 1742 
Gly Lys Leu He Phe Cys Asn Gly Val Val Leu His Arg Leu Gin Cys 
460 J 465 470 475 

gtt cgt ggc ttt ggg gaa tgg att gat tec att gtt gaa ttc tec tec 1790 
Val Arg Gly Phe Gly Glu Trp He Asp Ser He Val Glu Phe Ser Ser 
480 485 490 

aac ttg cag aat atg aac ate gac att tct gee ttc tec tgc att get 1838 
Asn Leu Gin Asn Met Asn He Asp He Ser Ala Phe Ser Cys He Ala 
495 500 505 

gee ctg get atg gtc aca gag aga cac ggg etc aag gaa ccc aag aga 1886 
Ala Leu Ala Met Val Thr Glu Arg His Gly Leu Lys Glu Pro Lys Arg 
510 515 520 

gtg gaa gaa ctg caa aac aag att gta aat tgt etc aaa gac cac gtg 1934 
Val Glu Glu Leu Gin Asn Lys He Val Asn Cys Leu Lys Asp His Val 
525 530 535 

act ttc aac aat ggg ggg ttg aac cgc ccc aat tat ttg tec aaa ctg 1982 
Thr Phe Asn Asn Gly Gly Leu Asn Arg Pro Asn Tyr Leu Ser Lys Leu 
540 ~ 545 550 555 

ttg ggg aag etc cca gaa ctt cgt ace ctt tgc aca cag ggg eta cag 2030 
Leu Gly Lys Leu Pro Glu Leu Arg Thr Leu Cys Thr Gin Gly Leu Gin 
560 " 565 570 

cgc att ttc tac ctg aaa ttg gaa gac ttg gtg cca ccg cca gca ata 2078 
Arg He Phe Tyr Leu Lys Leu Glu Asp Leu Val Pro Pro Pro Ala He 
575 580 585 

att gac aaa ctt ttc ctg gac act tta cct ttc taagacctcc tcccaagcac 2131 
He Asp Lys Leu Phe Leu Asp Thr Leu Pro Phe 
590 595 

ttcaaaggaa ctggaatgat aatggaaact gtcaagaggg ggcaagtcac atgggcagag 2191 

atagccgtgt gagcagtctc agctcaagct gccccccatt tctgtaaccc tcctagcccc 2251 

cttgatccct aaagaaaaca aacaaacaaa caaaaactgt tgetatttec taacctgcag 2311 

gcagaacctg aaagggcatt ttggctccgg ggcatcctgg atttagaaca tggactacac 2371 

acaatacagt ggtataaact ttttattctc agtttaaaaa tcagtttgtt gttcagaaga 2431 



A 
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aagattgcta 


taaggtataa 


tgggaaatgt 


ttggccatgc 


ttggttgttg 


cagttcagac 


2491 


aaatgtaaca 


cacacacaca 


tacacacaca 


cacacacaca 


gagacacatc 


ttaaggggac 


2551 


ccacaagtat 


tgccctttaa 


caagacttca 


aagttttctg 


ctgtaaagaa 


agctgtaata 


2611 


tatagtaaaa 


ctaaatgttg 


cgtgggtggc 


atgagttgaa 


gaaggcaaag 


gcttgtaaat 


2671 


ttacccaatg 


cagtttggct 


ttttaaatta 


ttttgtgcct 


atttatgaat 


aaatattaca 


2731 


aattctaaaa 


gataagtgtg 


tttgcaaaaa 


aaaagaaaat 


aaatacataa 


aaaagggaca 


2791 


agcatgttga 


ttctaggttg 


aaaatgttat 


aggcacttgc 


tacttcagta 


atgtctatat 


2851 


tatataaata 


gtatttcaga 


cactatgtag 


tctgttagat 


tttataaaga 


ttggtagtta 


2911 


tctgagctta 


aacattttct 


caattgtaaa 


ataggtgggc 


acaagtatta 


cacatcagaa 


2971 


aatcctgaca 


aaagggacac 


atagtgtttg 


taacaccgtc 


caacattcct 


tgtttgtaag 


3031 


tgttgtatgt 


accgttgatg 


ttgataaaaa 


gaaagtttat 


atcttgatta 


ttttgttgtc 


3091 


taaagctaaa 


caaaacttgc 


atgcagcagc 


ttttgactgt 


ttccagagtg 


cttataatat 


3151 


acataactcc 


ctggaaataa 


ctgagcactt 


tgaatttttt 


ttatgtctaa 


aattgtcagt 


3211 


taatttatta 


ttttgtttga 


gtaagaattt 


taatattgcc 


atattctgta 


gtatttttct 


3271 


ttgtatattt 


ctagtatggc 


acatgatatg 


agtcactgcc 


tttttttcta 


tggtgtatga 


3331 


cagttagaga 


tgctgatttt 


ttttctgata 


aattctttct 


ttgagaaaga 


caattttaat 


3391 


gtttacaaca 


ataaaccatg 


taaatgaaaa 


aaaaaa 






3427 



<210> 4 
<211> 598 
<212> PRT 

<213> Homo sapiens 
<400> 4 

Met Pro Cys Val Gin Ala Gin Tyr Gly Ser Ser Pro Gin Gly Ala Ser 
15 10 15 

Pro Ala Ser Gin Ser Tyr Ser Tyr His Ser Ser Gly Glu Tyr Ser Ser 
20 25 30 

Asp Phe Leu Thr Pro Glu Phe Val Lys' Phe Ser Met Asp Leu Thr Asn 
35 40 45 

Thr Glu lie Thr Ala Thr Thr Ser Leu Pro Ser Phe Ser Thr Phe Met 
50 55 60 

Asp Asn Tyr Ser Thr Gly Tyr Asp Val Lys Pro Pro Cys Leu Tyr Gin 
65 70 75 80 
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Met Pro Leu Ser Gly Gin Gin Ser Ser lie 
85 90 

Met His Asn Tyr Gin Gin His Ser His Leu 
100 105 



Lys Val Glu Asp lie Gin 
95 

Pro Pro Gin Ser Glu Glu 
110- 



Met Met 



Thr Pro 
130 

Asp Pro 
145 



Pro His Ser Gly 
115 

Thr Thr Pro Gly 



Gly Ser Leu His 
150 



Ser Val 
120 



Tyr Tyr 
Val Gin 
Asn Phe His Gin 



Lys Pro Ser Ser Pro Pro 
125 



Phe Gin 
135 



His Ser 
140 

Asn Tyr 
155 



Pro Met Trp Asp 



Val Ala Thr Thr 
160 



His Met He Glu Gin Arg Lys Thr Pro Val 
165 170 

Ser Phe Lys Gin Ser Pro Pro Gly Thr Pro 
180 185 



Ser Arg Leu Ser Leu Phe 
175 

Val Ser Ser Cys Gin Met 
190 



Arg Phe Asp Gly Pro Leu His Val 
195 ' 200 



Pro Met Asn Pro 



Glu Pro Ala Gly 
205 



Ser His 
210 

Arg Lys 
225 



His Val Val Asp 



Pro Ala Ser Met 
230 



Gly Gin 
215 



Thr Phe 



Gly Phe Pro Gly 



Ala Val 
220 

Leu Gin 
235 



Pro Asn Pro He 



He Gly His Ala 
240 



Ser Gin Leu Leu Asp Thr Gin Val Pro Ser 
245 250 



Pro Pro Ser Arg Gly Ser 
255 



Pro Ser Asn Glu Gly Leu Cys Ala 
260 



Gin His Tyr Gly Val Arg 
275 



Arg Thr 
290 

Cys Pro 
305 



Val Gin Lys Asn 



Val Asp Lys Arg 
310 



Gin Lys Cys Leu Ala Val 
325 

Ser Leu Lys Gly Arg Arg 
340 



Gin Glu 



Val Arg 
370 



Pro Ser Pro Pro 
355 

Ala His Val Asp 



Thr Cys 
280 

Ala Lys 
295 

Arg Arg 
Gly Met 
Gly Arg 



Ser Pro 
360 

Ser Asn 
375 



Val Cys 
265 

Glu Gly 
Tyr Val 
Asn Arg 



Gly Asp 
Cys Lys 



Cys Leu 
300 

Cys Gin 
315 



Val Lys 
330 

Leu Pro 
345 



Glu Val 
Ser Lys 
Pro Val Ser Leu 



Pro Ala 



Met Thr 
380 



Asn Ala Ala Cys 
270 

Gly Phe Phe Lys 
285 

Ala Asn Lys Asn 



Tyr Cys Arg Phe 
320 

Val Arg Thr Asp 
335 

Pro Lys Ser Pro 
350 

He Ser Ala Leu 
365 

Ser Leu Asp Tyr 
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Ser Arg Phe Gin Ala Asn Pro Asp Tyr Gin Met Ser Gly Asp Asp Thr 
385 " 390 395 400 

Gin His He Gin Gin Phe Tyr Asp Leu Leu Thr Gly Ser Met Glu He 
405 410 415 

He Arg Gly Trp Ala Glu Lys He Pro Gly Phe Ala Asp Leu Pro Lys 
420 425 430 

Ala Asp Gin Asp Leu Leu Phe Glu Ser Ala Phe Leu Glu Leu Phe Val 
435 440 445 

Leu Arg Leu Ala Tyr Arg Ser Asn Pro Val Glu Gly Lys Leu He Phe 
450 455 460 

Cys Asn Gly Val Val Leu His Arg Leu Gin Cys Val Arg Gly Phe Gly 
465 470 475 480 

Glu Trp He Asp Ser He Val Glu Phe Ser Ser Asn Leu Gin Asn Met 
485 490 495 

Asn He Asp He Ser Ala Phe Ser Cys He Ala Ala Leu Ala Met Val 
500 505 510 

Thr Glu Arg His Gly Leu Lys Glu Pro Lys Arg Val Glu Glu Leu Gin 
515 ' 520 525 

Asn Lys He Val Asn Cys Leu Lys Asp His Val Thr Phe Asn Asn Gly 
530 * 535 540 

Gly Leu Asn Arg Pro Asn Tyr Leu Ser Lys Leu Leu Gly Lys Leu Pro 
545 550 555 560 

Glu Leu Arg Thr Leu Cys Thr Gin Gly Leu Gin Arg He Phe Tyr Leu 
565 570 575 

Lys Leu Glu Asp Leu Val Pro Pro Pro Ala He He Asp Lys Leu Phe 
580 585 590 

Leu Asp Thr Leu Pro Phe 
595 



<210> 5 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Artificially 
Synthesized Primer Sequence 

<400> 5 

ccactttggg aaggaagatg ct 22 
<210> 6 
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<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Artificially 
Synthesized Primer Sequence 

<400> 6 

actttcggat gacctccaga ga 22 



<210> 7 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Artificially 
Synthesized Probe Sequence 

<220> 

<221> misc_binding 

<222> (1) 

<223> Label FAM 

<220> 

<221> misc_binding 

<222> (30) 

<223> Label TAMRA 

<400> 7 

atgtacagca gttctacgac ctgctctccg 30 



<210> 8 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Artificially 
Synthesized Primer Sequence 

<400> 8 

agcacaggct acgacgtcaa 20 



<210> 9 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Artificially 
Synthesized Primer Sequence 



A 
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<400> 9 

tcttctacct taatggagga ctgc 24 

<210> 10 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Artificially 
Synthesized Probe Sequence 

<400> 10 

ttgtaccaaa tgcccctgtc cgga 24 



<210> 11 
<211> 63 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Artificially 
Synthesized Primer Sequence 

<400> 11 

ggccagtgaa ttgtaatacg actcactata gggaggcggt tttttttttt tttttttttt 60 
ttt 63 



<210> 12 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Artificially 
Synthesized Primer Sequence 

<400> 12 

tcacccacac tgtgcccatc tacga 25 



<210> 13 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<2.20> 

<223> Description of Artificial Sequence : Artificially 
Synthesized Primer Sequence 

<400> 13 

cagcggaacc gctcattgcc aatgg 25 
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<210> 14 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Artificially 
Synthesized Probe Sequence 

<220> 

<221> misc_binding 

<222> (1) 

<223> Label FAM 

<220> 

<221> misc_binding 

<222> (7) 

<223> Label TAMRA 



<400> 14 

atgccctccc ccatgccatc ctgcgt 



26 



